Clustal W(1.4) multiple sequence alignment 



4 Sequences Aligned. Alignment Score = 12736 

Gaps Inserted = 4 Conserved Identities = 308 

Pairwise Alignment Mode: Slow FIGURE 
Pairwise Alignment Parameters: 

Open Gap Penalty = 10.0 Extend Gap Penalty =0.1 

Similarity Matrix: blosum 

Multiple Alignment Parameters: 

Open Gap Penalty = 10.0 Extend Gap Penalty = 0.1 
Delay Divergent = 40% Gap Distance = 8 

Similarity Matrix: blosum 

Processing time: 14.5 seconds 



con3707.pep 1 MDQYCILGRIGEGAHGrvTKAKHVTSP 50 

con3705.pep 1 MDQYCII/^RIGEGAHGrVTKAKHVEPRVGWQCLPSILQTC 50 

con3703 .pep 1 MDQ YC I LGR I G EG AHG I VFKAKHVET GEIVALKKVAL 37 

con3702.pep 1 MDQ YC I LGRIGEGAHG IVFKAKHVET GEIVALKKVAL 37 

************************* *********** 

con3707 .pep 51 RRLEDGF PNQALRE I KALQEMEDNQYWQLKAVTPHGGGFv^^ 100 

con3705.pep .51 RRLEDGFPNQALREIKALQEMEDNQYWQLKAW^ 100 

con3703.pep 38 RRLEDGF PNQ ALRE I KALQEMEDNQYWQLKAVFPHGGGFVXAFEFMLSD 87 

con3702.pep 38 RRLEDGF PNQ ALRE I KALQEMEDNQYVVQLKAVFPHGGGFVXAFEFMLSD 87 
************************************************** 

con3707.pep 101 LAEWRHAQRPLAQAQVKSYLQMLLKGVAFCHANNIVH^^ 150 

con3705.pep 101 LAEWRHAQRPLAQAQvTCSYLQMLLKGVAFCHANNXvliRDLKPANLLISA 150 

con3703.pep 88 LAEWRHAQRPUU^AQVKSYLQMLLKGWAFCHANN 137 

con3702.pep 88 IJUivVRHAQRP LAQ AQVKS YLQMLLKGVAFCHANN IVHRDLKP ANLL I S A 137 
************************************************** 

con3707.pep 151 SGQLKIADFGLARVTSPDGSRLYTHQVATRWYRAPELLYGARQYDQGVDL 200 

con3705.pep 151 SGQLKIADFGLARVTSPDGSRLYTHQVATRWYRAPELLYGARQYDQGVDL 200 

COn3703.pep 13 8 SGQLKI ADFGLARVF S PDGSRLYTHQVATR 167 

con3702.pep 13 8 SGQLKIADFGLARVFSPDGSRLYTHQVATRWYRAPELLYGARQYDQGVDL 187 
****************************** 

con3707.pep 201 WSVGCIMGELLNGSPLFPGKNDIEQLCYVLRILGTPNPQVWPELTELPDY 250 

con3705 .pep 201 WSVGCIMGELLNGSPLFPGKNDIEQLCYVLRILGTPNPQVWP 242 

cpn3703.pep 168 -SVGCIMGELLNGSPLFPGKNDIEQLCYVLRILGTPNPQVWPELTELPDY 216 

con3702.pep 188 WSVGCIMGELLNGSPLFPGKNDIEQLCYVLRILGTPNPQVWPELTELPDY 237 

***************************************** 

con3707.pep 251 NKISFKEQVPMPLEEVLPDVSPQALDLLGQFLLYPPHQRIAASKALLHQY 300 

con3705.pep 243 EQVPMPLEEVL PDVS PQALDLLGQFLLYPPHQRIAASKALLHQY 286 

con3703.pep 217 NK I SLKEQVPMPLEEVL PDVS PQALDLLGQFLLYPPHQRIAASKALLHQY 266 

con3702.pep 238 NKISFKEQVPMPLEEVLPDVSPQALDLLGQFLLYPPHQRIAASKALLHQY 287 

******************************************** 

con3707.pep 301 FFTAPLPAHPSELPVPQRLGGPAPKAHPGPPHIHDFHVDRPLEESLLNPE 350 

con3705.pep 287 FFTAPLPAHPSELPIPQRLGGPAPKAHPGPPHIHDFHVDRPLEESLLNPE 33 6 

con3703.pep 267 FFTAPLPAHPSELPIPQRLGGPAPKAHPGPPHIHDFHVDRPLEESLLNPE 316 

con3702.pep 288 FFTAPLPAHPSELPI PQRLGGPAPKAH PGPPHIHDFHVDRPLEESLLNPE 337 

con3707.pep 351 LIRPFILEG 359 

con3705.pep 337 LIRPFILEG 345 

con3703.pep 317 LIRPFILER 325 

con3702.pep 338 LIRPFILER 346 



Clustal W(1.4) nuiltiple sequence alignment 



4 Sequences Aligned. Alignment Score = 42511 

Gaps Inserted = 4 Conserved Identities = 932 

Pairwise Alignment Mode: Slow FIGURE 2 

Pairwise Alignment Parameters: 

Open Gap Penalty =10.0 Extend Gap Penalty = 5.0- 

Multiple Alignment Parameters: 

Open Gap Penalty =10.0 Extend Gap Penalty =5.0 
Delay Divergent = 40% Transitions: Weighted 

Processing time: 107.3 seconds 
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con3702 . seq 
con3703 . seq 
con3707 . seq 
con3705 . seq 



1 ATGGACCAGTACTGCATCCTGGGCCGCATCGGGGAGGG 3 

1 GGACCTTCTAGAATGGACCAGTACTGCATCCT^ 5 

1 ATGGACX^GTACTGCATCCTGGGCCGCATCGGGGAGGG 3 

1 ATGGACCAGTACTGCATCCTGGGCCGCATCGGGGAGGG 
******** ***************** ********** ^ + 



8 
50 
38 
38 




150 GGAGATTAAGGCTCTGCAGGAGATGGAGGACAATCAGTATGTGGTACAAC 199 

162 GGAGATTAAGGCTCTGCAGGAGATGGAGGACAATCAGTATGTGGTACAAC 211 

189 GGAGATTAAGGCTCTGCAGGAGATGGAGGACAATCAGTATGTGGTACAAC 238 

189 GGAC^TTAAGGCTCTGCAGGAGATGGAGGACAATCAGTATGTGGTACAAC 238 
*********** ************ ****************** ## ****^ 

200 TGAAGGCTGTGTTCCCACACGGTGGAGGCTT^ 
212 TGAAGGCTGTGTTCCCACACGGTGGAGGCTTTGTGCTGGCCT 




(FIGURE 2, cont) 

A************************************************* 



con3702 .seq 
con3703 .seq 
con3707 .seq 
con3705 .seq 



350 TCTGCCATGCCAACAACATTGTACATCGGGACCTGAAACCTGCCAACCTG 399 

362 TCTGCCATGCCAACAACATTGTACATCGGGACCTGAAACCTGCCAACCTG 411 

389 TCTGCCATGCCAACAACATTGTACATCGGGACCTGAAACCTGCCAACCTG 43 8 

389 TCTGCCATGCCAACAACATTGTACATCGGGACCTGAAACCTGCCAACCTG 438 
a************************************************* 



con3702 .seq 
con3703 .seq 
con3707 .seq 
con3705 .seq 



400 CTCATCAGCGCCTCAGGCCAGCTCAAGATAGCGGACTTTGGCCTGGCTCG 449 

412 CTCATCAGCGCCTCAGGCCAGCTCAAGATAGCGGACTTTGGCOT 461 

439 CTCATCAGCGCCTCAGGCCAGCTCAAGATAGCGGACTTTGGC 488 

439 CTCATCAGCGCCTCAGGCCAGCTCAAGATAGCGGACTTTGGCCTGGCTC 488 



con3702 .seq 
con3703 .seq 
con3707.seq 
con3705 .seq 



450 AGTCTTTTCCCCAGACGGCAGCCGCCTCTACACACACCAGGTGGCCACCA 499 

462 AGTCTTTTCCCCAGACGGCAGCCGCCTCTACACACACCAGGTG 511 

489 AGTCTTTTCCCCAGACGGCAGCCGCCTCT 538 

489 AGTCTTTTCCCCAGACGGCAGCCGCCTCTACACACA 538 
************************************************** 



con3702.seq 
con3703.seq 
con3707.seq 
con3705 .seq 



500 GGTGGTACCGAGCCCCCGAGCTCCTGTATGGTGCCCGCCAGTATGACCAG 549 

512 GGT 514 

539 GGTGGTACCGAGCCCCCGAGCTCCTCTATGGCGCCCGCCAGTATG 588 

539 GGTGGTACCGAGCCCCCGAGCTCCTGTATGGTGCCCGCCAGTATGACCAG 588 
* * * 



con3702.seq 
con3703 .seq 
con3707 .seq 
con3705.seq 



550 GGCGTCGATCTGTGGTCTGTGGGCTGCATCATGG 599 

515 CTGTGGGCTGCATCATGGGGGAGCTGTTGAATGG 548 

S89 GGCGTCGATCTGTGGTCTGTGGGCTGCATC 638 

589 GGCGTCGATCTGTGGTCTGTGGGCTGCATCATGGGGGAGCTGTT^^ 638 



********************************** 



con3702 .seq 
con3703 .seq 
con3707 .seq 
con3705 .seq 



600 GTCCCCCCTTTTCCCGGGCAAGAACGATATTGAACAGCTTTGCTATGTGC 649 

549 GTCCCCCCTTTTCCCGGGCAAGAACGATATTGAACAGCTT^ 598 

639 GTCCCCCCTTTTCCCGGGCAAGAACGATATTGAACAGCTTTGC 688 

639 GTCCCCCCTTTTCCCGGGCAAGAACGATATTGAACAGCTTTGCTATC 688 



con3702 .seq 
con3703 .seq 
con3707 .seq 
con3705.seq 



650 TTCGCATCTTGGGCACCCCAAACCCTCAAGTCTGGCCGGAGCTCACTGAG 699 

599 TTCGC ATCTTGGGC ACCCCAAACCCTC AAGTCTGGCCGG AGCTCACTGAG 648 

689 TTCGCATCTTGGGCACCCCAAACCCTCAAGTCTGGCCGGAGCTCACTG 738 

689 TTCGCATCTTGGGCACCCCAAACCCTCAAGTCTGGCCGGAGC 730 



con3702.seq 
con3703 .seq 
con3707 .seq 
con3705 . seq 



700 CTGCCGGACTACAACAAGATCTCCTTTAAGGAGC AGGTGC C CATGCCCCT 749 

649 CTGCCGGACTACAACAAGATCTCCCTTAAGGAGCAGGTGCCCATGCCCCT 698 

739 CTGCCGGACTACAACAAGATCTCCTTTAAGGAGCAGGTGCCCATGCCCCT 788 

731 AGGTGCCCATGCCCCT 746 

***************** 



con3702 .seq 
con3703 . seq 
con3707.seq 
con3705 . seq 



7 50 GGAGGAGGTGCTGCCTGACGTCTCTCCCCAGGCATTGGATCTGCTGGGTC 799 

699 GGAGGAGGTGCTGCCTGACGTCTCTCCCCAGGCATTGGATC 7 48 

7 89 GGAGGAGGTGCTGCCTGACGTCTCTCCCCAGGCATTGGATCTGCTGGGTC 83 8 

7 47 GGAGG AGGTGC TGC CTGACGTCTC TC C C C AGGC ATTGG ATCTGCTGGGTC 7 96 
a************************************************* 



con3702 .seq 
con3703 .seq 
con3707 . seq 
con3705 . seq 



800 AATTCCTTCTCTACCCTCCTCACCAGCGCATCGCAGCTTCCAAGGCTCTC 849 

7 49 AATTCCTTCTCTACCCTCCTCACCAGCGCATCGCAGCTTCCAAGGCTCTC 7 98 

8 3 9 AATTCCTTCTCTACCCTCCTCACCAGCGC ATCGCAGCTTCCAAGGCTCTC 8 88 
7 97 AATTCCTTCTCTACCCTCCTCACCAGCGC ATCGCAGCTTCCAAGGCTCTC 846 



(FIGURE 2 cont) 



con3702.seq 850 CTCCATCACTACTTCTTCACAGC^ 899 

con3703.seq 799 CTCCATCAGTACTTCTTCACAGCTCCCCTC 848 

con3707.seq 889 CTCCATCAGTACTTCTTCACAGCTCCCCTGCCTGC^ 938 

con3705.seq 847 CTCCATCAGTACTTCTTCACAGCTCCCCTGCCTGCCCATCCAT^ 896 



c on3 70 2. seq 900 GCCGATTCCTCAGCGTCTAGGGGGACCTGCCCCCAAGGCCCATCCAGGGC 949 

con3703.seq 849 GCCGATTCCTCAGCGTCTAGGGGGACCTGCCCCCAAGGCKCATCCAGGGC 898 

con3707.seq 939 GC CGGTTC CTCAGCGTCT AGGGGG ACCTGCCCCCAAGGCC CATCCAGGGC 988 

con3705.seq 897 GCCGATTCCTCAGCGTCTAGGGGGACCTGCCX: 946 
**** ********************************************* 



con3702,seq 950 CCCCCCACATCCATGACTTCCACGTGGACCGGCCTCTT^ 999 

COH3703 .seq 899 CCCCCCACATCCATGACTTCCACGTGGACCGGCCTC^ 948 

con3707.seq 989 CCCCCCACkTCCATGACITCCAC^^ 1038 

con3705.seq 947 CCCCCCACATCCATGACTTCCAOnK^ 996 
************************************************** 



con3702.seq 1000 TTGAACCCAGAGCTGATTCGGCCCTTCATCCT^ 1049 

con3703.seq 949 TTGAACCCAGAGCTGATTCGGCCCTTCA^ 998 

con3707.seq 1039 TTGAACCCAGAGCTGATTCGGCCCTTCATC 1088 

con3705.seq 997 TTGAACCCAGAGCTCATTCGGCCCTTCA^ 1038 
************************************ ***** 



con3702.seq 
con3703.seq 
con3707*seq 
con3705 .seq 



1050 AGAA 1053 
• 999 AGAA 1002 
1089 AGAA 1092 
1039 1038 



